GenCore version 5.1.6 
Copyright <c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: April 15, 2005, 15:29:10 ; 



Search time 175 Seconds 

(without alignments) 

327.089 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-825-423C-3 
766 

1 GSHMSPVFTDNSSPPAVPQS 



TVLDQAETAGARLVVLATAT 148 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2105692 seqs, 386760381 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length : 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 45 summaries 

Database : 



2105692 



A_Geneseq_16Dec04 : * 
1: geneseqpl980s : * 
2 : geneseqpl990s : * 
3: . geneseqp2000s : * 
4 : geneseqp2001s : * 
5 : geneseqp2002s : * 
6 : genes eqp2 00 3as : * 
7 : geneseqp2003bs : * 
8 : geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



■ 


Score 


Match 


Length 


DB 


ID 


Description 


1 


743 


97.0 


263 


5 


ABB77261 


Abb77261 HCV bait 


2 


743 


97.0 


631 


2 


AAW93482 


Aaw93482 HCV NS3 p 


3 


743 


97.0 


638 


4 


AAE10068 


Aael0068 Hepatitis 


4 


743 


97.0 


685 


2 


AAW71271 


Aaw71271 Protein e 


5 


743 


97.0 


687 


2 


AAR79223 


Aar79223 pHCV150-e 


6 


743 


97.0 


1648 


2 


AAR79221 


Aar79221 pHCV176-e 


7 


743 


97.0 


1986 


8 


ADR38451 


Adr38451 Hepatitis 


8 


743 


97.0 


2202 


6 


AA02 6783 


Aao26783 Protein d 


9 


743 


97.0 


2631 


6 


AA026785 


Aao26785 Protein d 



t 



10 


743 


97 

Jim 


0 


2984 


4 


AAF004 4 7 

r\r\Lj \J\J *± *i / 


i-ia. c U U 4 4 / 


nepatitis 


11 


74 3 
/ 1 j 


97 

J 1 m 


n 


9984 


A 
4 






riepa titis 


12 


743 


97 
j / • 


0 


3002 

J \J \J *c 


7 
i 


Z\HM9 4 ft 9 9 


ZiHTTl9 /I ft 0 9 

H.QIUZ HO mCmC 


riepa titis 


13 

-2- *J 


743 


97 

Jim 


o 


301 1 

Jul! 


0 

mC 


AAR401 1 Q 

t\t\W lull!? 




1 I € \ / yM 

nLv genom 


14 


743 


97 
j i m 


o 


3011 

<w/ V/ J. J. 




AAR7 99 39 


rt.a l / j l<. J c. 


n^v seque 


15 


743 


97 
j > m 


o 


^011 

J V 1 J. 


9 
4. 


AAW77 397 


M.d W / 1 Oj i 


nepaiiLi s 


16 

-L. \>/ 


74 3 


97 

Jim 


n 


^01 1 


0 


AAW77 3Qft 


n -j u ,7 7TQO 
naW / / j?o 


nepatiLis 


17 


743 


97 
j > * 


n 


3011 

J U J. -L 


? 


AAW98091 


A^urQft 09 1 


x nicciiOu 


18 


74 3 
/ 1 j 


97 

Jim 


n 


301 1 


0 
£. 


A AWQft 0 9 0 




inrectiou 


1 9 

1 


7 4 3 


97 

J / * 


U 


301 1 


A 
4 


nnDj ± XK>J 




Amino aci 


20 


743 


97 . 


0 


3011 


5 
j 


AAU992 90 

nn j j c j \j 


flan QQOQn 
r\ci \ijjtC j\j 


nypd L ± lib 


21 


743 


97 . 


o 


3011 

+j \j J- -i- 


5 


AAU7 9221 


A^n7 999 1 
rid u. / j tC & 1 


ncjJd LI lib 


22 


743 


97 

Jim 


n 


301 1 


a 

u 


AAD9 fi7 ft 4 




rroiein a 


23 


743 


97 

Jim 


o 


?01 1 


u 


ARP7 1 4 60 
no t / 1 *i o u 


riljp / ± 4 D U 


Hiuino aci 


24 


74 3 

/ *3 J 


97 

Jim 


n 


?01 1 




ARFlfil ft 4 Q 


adudio 4 y 


nlv-n. of 


25 


74 3 


97 

Jim 


n 


^01 1 


Q 
O 


AHH7 9 94 Q 

iriUri I j j 4 j 


Han / y y ^ y 


hjii nLV en 


26 


74 3 


97 

Jim 


n 


3011 

J VJ 1 1 


Q 
o 


nn.TR 67 4 4 

nUU J D / 4 4 


naj o d / ft 4 


nepati lis 


21 


743 
/ * j 


97 

Jim 


n 


3011 

JUll 


Q 
u 


AD.Tfi4 9^6 


D4^jD 


riepa titis 


28 


74 3 


97 

Jim 




3011 


Q 
o 


AFiT 7 9 Qft ^ 
r\ULi f mC j O O 


Aax / *c y 0 O 


nepaiiLis 


29 


743 


97 

Jim 


o 


3012 
jy it 


•J 


AATT9998 9 

rtrt U J J £. O J 


/ia.uy y z o y 


riepa ti lis 


30 


74 3 

f T J 


97 

Jim 


o 


3012 


u 


ARTlfi 1 ft 4 ft 

rtD U D 1 O 4 O 


HDUOl O ft 0 


rluv rl / / C 


31 


743 


97 

Jim 


o 


301 5 

J U 1 J 


4 


AAR3 07 3 3 

t\t\.LJ J U / O J 


naDJu / J j 


Hinino aci 


32 


74 3 


97 

Jim 




301 5 

J V 1 J 


4 


AAR"^ 0 7^1 




Ammo aci 


33 


743 


97 

Jim 


n 


^01 5 

JUl J 


4 


AAR^07 *3 0 


AaDjU / JU 


Amino aci 


34 


74 3 


97 

Jim 


o 


^01 5 

J U 1 J 


4 


AAR*^07 "3 9 
nnDJU i J tC 


HdDJU / 


Ammo aci 


35 


743 


97 

Jim 


o 


31 80 

J lOU 


a 

u 


ARf^7 31 9 R 

r\LJ \j I O 1 j j 


rVDy / J 1 y 0 


Jxlr\U-zj vir 


36 


743 


97 


o 


3208 

•J C* \J \J 


7 
i 


Annfi7 94 ft 


AHH(^7 94 ft 
nUUO / _7 4 0 


nepaii lis 


37 


742 


96 


9 
j 


27 9 

1 J 


j 


AAY4 3ft ft 1 

rtrt 1 *i J O O 1 


nayi JO 0 1 


Amino aci 


38 


742 


96. 


9 


318 


3 


AAY4 38 95 


A^ \/4 3 ft Q ^ 

rid y 4 J O j J 


rllillilO dCl 


39 


742 


96. 


9 


3011 

n/ V ^ -A- 


2 


AAR4 0120 


Zia r4 0190 
rid 1 4 U 1 ^ \J 


nLy v yciiuiu 


40 


742 


96. 


9 


3011 


5 


AAU84597 


Aau84597 


HCV polyp 


41 


741 


96. 


7 


3011 


2 


AAR66995 


Aar66995 


Hepatitis 


42 


739 


96. 


5 


279 


3 


7^AY43891 


Aay43891 


Amino aci 


43 


739 


96. 


5 


279 


3 


AAY43889 


Aay43889 


Amino aci 


44 


738 


96. 


3 


246 


1 


AAP92030 


Aap92030 


Sequence 


45 


738 


96. 


3 


266 


1 


AAP90147 


Aap90147 


Sequence 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on : 



April 15, 2005, 15:35:14 ; Search time 22 Seconds 

(without alignments) 
502.185 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-825-423C-3 
766 

1 GSHMSPVFTDNSSPPAVPQS 



T VLDQAETAGARLVVLATAT 14 8 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 513545 seqs, 74649064 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: 



513545 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB.pep: * 

2: /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3: /cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB.pep: * 

5: /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 




1 


743 


97.0 


631 


3 


US-09-128-314-2 


Sequence 


2, 


Appli 


2 


743 


97.0 


638 


3 


US-09-288-391-25 


Sequence 


25, 


Appl 


3 


743 


97.0 


687 


1 


US-08-188-281B-14 


Sequence 


14, 


Appl 


4 


743 


97.0 


687 


5 


PCT-US94-07280-14 


Sequence 


14, 


Appl 


5 


743 


97.0 


687 


5 


PCT-US95-01087-14 


Sequence 


14, 


Appl 


6 


743 


97.0 


1648 


1 


US-08-188-281B-12 


Sequence 


12, 


Appl 


7 


743 


97.0 


1648 


5 


PCT-US94-07280-12 


Sequence 


12, 


Appl 


8 


743 


97.0 


1648 


5 


PCT-US95-01087-12 


Sequence 


12, 


Appl 


9 


743 


97.0 


3011 


1 


US-08-188-281B-1 


Sequence 


1, 


Appli 


10 


743 


97.0 


3011 


1 


US-08-453-552-1 


Sequence 


1, 


Appli 


11 


743 


97.0 


3011 


2 


US-08-710-637-1 


Sequence 


1, 


Appli 



12 


743 


97 . 


0 


3011 


3 


US-08-8 11-5 66-20 


Q <-«f 1 1 on po 


on A nn I 


13 


743 


97 . 


0 


3011 


3 


US-09-014-416-1 


Q o pfi lpnpp 

O ^ UCt 1 L<C 


1 Ann! i 


14 


743 


97 . 


0 


3011 


3 


no. 09-014-416-5 


Q o o l lprirp 


R Ann! i 


15 


743 


97 . 


o 


3011 


3 

s/ 


US-0 9-034 -756-20 


Q o oi ipnpp 


9 0 Ann 1 


16 


743 


97 . 


o 


3011 


4 


US-0 9- 952 -57 2- 9 


C rri i ^ n /-» q 




17 


743 


97 . 


o 


3011 


5 


PCT-US 93-00 907-1 




1 Ann! i 


18 


743 


97 . 


o 


3011 

■**J >J _1_ J_ 


5 


PCT-US 94 -0728 0-1 




1 Ann 1 i 


19 


743 


97 . 


o 

\y 


3011 

i»y v <L -1. 


5 


PCT-US 95- 01 087-1 


OCVJUCl IOC? 


1 Annl i 


20 


743 


97 . 


o 


3012 


3 


US-08-8 11-5 66-2 


O w VJ Ll^ 1 1 ^ w 




21 


743 


97 . 


o 


3012 


3 


US-0 9-034 -7 5 6-2 




9 Annl i 


22 


742 


96. 


9 


3011 


1 


US-08-453-552-2 




2 Annli 


23 


742 


96. 


9 


3011 


2 


US-08-710-637-2 


O ^ U UU 1 


2 Annli 


24 


742 


96. 


9 


3011 


5 


PCT-US 93-00 907-2 


S p m lpnrp 

»J ^ v-J Uvl 1 v*- \^ 


2 Ann! i 


25 


741 


96 . 


7 


278 


4 


US-08-635-8 8 6C-2 67 




9fi7 Ann 


26 


741 

# x -x. 


96 


7 


278 


4 


ns-08-974-690C-?67 




9^7 Ann 


27 


738 


96 


3 


266 


3 


US-08-4 44-818-^? 


^pni ipn pp 


79 Annl 


28 


738 


96. 


3 


266 

b» \J 


3 


US-08-8 50-32 8-7 


S p m ipnrp 

i_J VJ La C 1 1 \ \Z 


7 Annl H 


29 


738 


96 


3 


272 


1 


US-08-350-884-84 




Q A Ann! 


30 


738 


96 


3 


272 


1 


US-08-709-173-84 


QpnnpnrPi 


Q 4 Annl 


31 


738 


96 

**y v/ * 


3 


272 


2 


rjs_08-709-177-84 




Q /J Annl 
O *i / rip p X 


32 


738 

/ <*y ^y 


96 

—y vy * 


3 


278 


4 


[75-08-635-8 8 60-2 6^ 




9 R Ann 
>J f ripp 


33 


738 


96 


3 


278 


4 


nc_08-974-690C-2 65 


Qpni ipnpp 


9 S Ann 


34 


738 


96. 


3 


344 


4 


US- 10- 17 3- 4 80-20 


Qpni ipnpp 


9 0 Annl 


35 


738 


96 . 


3 


349 


4 

* 


US- 10- 17 3- 4 80-25 


Qpnn pnrp 

O \*A \J.KZ 1 1 V_ ^ 


9 S Annl 


36 


738 


96 


3 


350 


4 


ns_i0-173-4 80-18 




1 ft Annl 

X O / rippx 


37 


738 

f i*y \j 


96 


3 


355 


4 


US -10- 173-4 80-4 0 


Qpni ipnpp 


4f) Annl 
t \J f rippx 


38 


738 


96. 


3 


358 


4 

* 


US-1 0-1 7 3- 4 80-36 


SpniiPfiPP 


3fS Annl 


39 


738 


96 

vy * 


3 


364 


4 


US- 10- 17 3- 4 80-32 


Qpnn pnpp 


3? Annl 


40 


738 


96. 


3 


367 


4 


US-10-173-480-38 


Sequence 


38, Appl 


41 


738 


96. 


3 


424 


4 


US-10-173-480-28 


Sequence 


28, Appl 


42 


'738 


96. 


3 


465 


2 


US-08-833-678A-2 


Sequence 


2, Appli 


43 


738 


96. 


3 


465 


3 


US-08-529-169A-2 


Sequence 


2, Appli 


44 


738 


96. 


3 


465 


4 


US-09-483-799-2 


Sequence 


2, Appli 


45 


738 


96. 


3 


513 


3 


US-08-867-611-59 


Sequence 


59, Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd 



OM protein - protein search, using sw model 



Run on: 



April 15, 2005, 15:48:38 ; Search time 137 Seconds 

(without alignments) 
359.057 Million cell updates/ 



Title: 

Perfect score: 
Sequence : 



US-09-825-423C-3 
766 

1 GSHMSPVFTDNSSPPAVPQS 



TVLDQAETAGARLVVLATAT 148 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



1421835 seqs, 332370683 residues 



Total number of hits satisfying chosen parameters: 



1421835 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : 



Published 



1 
2 
3 
4 
5 
6 
7 
8 
9 
10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 



_Applications_AA: * 
/cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 
/cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 
/cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 
/cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB . pep : * 
/cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB . pep : * 
/cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB . pep : 
/cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 
/cgn2_6/ptodata/2 /pubpaa/US08_PUBCOMB . pep : * 
/cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB.pep: 
/cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB.pep 
/cgn2_6/ptodata/2 /pubpaa/US09_NEW_PUB . pep : 
/cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US10D_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB.pep: 
/cgn2_6/ptodata/2/pubpaa/USll_NEW_PUB.pep: 
/cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep: 
/cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB.pep: 



* 
★ 

* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being print 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result Query 



Jo 




Match 


T .on rrt" h 


L/D 


x u 


Description 




1 


7 66 


100. 


0 


14 8 


1 1 
X x 


nQ-OQ-P.9^-49 3P-3 
UD OZJ fi^jL J 


Sequence 


3, 


Appli 


9 


7 66 
/ u o 


100. 


0 


94 1 
ill 


1 1 
x X 


uou:7-"0z0 4zjC D 


Sequence 


6, 


Appli 


3 


7 66 


100. 


0 


288 

£* O O 


1 1 
X X 


nc- 00-0.9^-4930-^ 


Sequence 


5, 


Appli 


4 


743 
» " j 


97. 


0 


2 63 


Q 


HQ — OQ — Q91 

UO U -7 -7ZX f Oj 


Sequence 


85, 


Appl 


J 


74 3 
/ 4 j 


97. 


0 


631 

O J x 


1 1 
X X 


Uo 04J flZJL 1 


Sequence 


1, 


Appli 




74 3 
/ 4 j 


97. 


0 


301 1 

J \J X X 


q 


r]c_ HQ — 749 — £ R Q_ A 


Sequence 


4, Appli 


7 


7 4 3 
/ 1 j 


97. 


0 


301 1 

J \J X X 


q 


HQ — HQ- 9 7Q_ 0 7 6 — 90 
UO U .7 ZjO U/O ZU 


Sequence 


20, 


Appl 


8 


743 

/ T J 


97. 


0 


3011 


q 


n^ — HQ — q c i9 — m9 — Q 

UO U .7 :7 J Z j / Z ^7 


Sequence 


9, Appli 


9 


743 


97. 


0 


301 1 

J \J X X 


q 


HC— OQ-747-41 Q-90 

UO U _7 / 4 / 4 1? Z U 


Sequence 


20, 


Appl 


10 

X v 


74 3 
/ j j 


97. 


0 


301 1 

J \J X X 


X U 


HQ- OQ-fiQI - Q Q 4 - 3 

UO U -7 O^X 0-74 J 


Sequence 


3, 


Appli 


11 


74 3 


97. 


0 


301 1 


i n 

X u 


nC-0Q-QQ c i-Q37-90 

UO U Z? -7_7j i7 J / ZU 


Sequence 


20, 


Appl 


12 


74 3 
/ t j 


97. 


0 


301 1 


1 n 

X U 


HQ — HQ— qi 7-R^"5_9n 
UO U _? :?1 / jDj tU 


Sequence 


20, 


Appl 


13 

X > 


7 4 3 

/ T J 


97. 


0 


301 1 

J \J X X 


1 4 

X 4 


no— 1 0—9^0—97^—90 

UO XU Z j .7 Z / j ZU 


Sequence 


20, 


Appl 


14 

X " 


74 3 

/ T J 


97. 


0 


301 1 

J U X X 


1 4 

X 4 


nc:_1 0-1 ft 4 - 1 RO - 3 
UO XU X04 IjU j 


Sequence 


3, 


Appli 


15 


7 4 3 

/ T J 


97. 


0 


301 1 


1 S 

X J 


HQ — 1 0- 39ft — QQ7 — 7 
UO XU jZO i7 j / j 


Sequence 


3, 


Appli 


16 

X \J 


7 4 3 

/ 1 J 


97. 


0 


301 1 


1 S 

X J 


nc_l 0 — 1 ftQ — 3RQ— 1 4 
UO XU 10 J jj!7 Ifl 


Sequence 


14, 


Appl 


17 

X / 


74 3 


97. 


0 


301 0 


q 


UO U Zjo U/D 1 


Sequence ; 


2, Appli 


18 

X u 


74 3 

/ 4 J 


97. 


0 


301 9 


1 0 
x u 


HQ — HQ— QQR- Q"57_ 0 
UOU^^^j^j / Z 


Sequence 


2, 


Appli 


19 

X _/ 


74 3 
/ m j 


97. 


0 


301 2 


1 0 

X u 


UO U-7 ?X/ jDj Z 


Sequence 


2, 


Appli 


20 


742 


96. 


9 


301 1 


X J 


UO XU ^ D /j4 4UO 


Sequence 


406, App 


21 

^> X 


741 

/ *± X 


96. 


7 


97 8 
z / o 


1 R 

X J 


r]c_i 0— — i £ 9^7 

UO XU DjI XDj ZD/ 


Sequence 


2 67, App 


22 


738 


96. 


3 


010 


X u 


UO Ui? oo4 4jD ofi 


Sequence 


84, 


Appl 


23 
^> j 


738 
/ j o 


96. 


3 


010 


1 0 
X u 


UO Uj? oo4 4jj o4 


Sequence 


84, 


Appl 


24 


* 738 


96. 


3 


019, 


1 s 

X J 


TIC—I 0 — 6^1 — 1 ^ — 9 ^ R 
UO XU Djl XDj ZDj 


Sequence 


2 65, App 


25 


7 38 

/■JO 


96. 


3 


34 4 

J 4 1 


1 4 

X 4 


nc_ 1 0—1 73— 4RO— 90 
UO XU X / J 40U ZU 


Sequence 


20, 


Appl 


26 


7 38 

/JO 


96. 


3 


34 4 


1 6 

X D 


T1Q_1 0 — 7R3— QI 0 — 90 
UOXU /jjjIUZU 


Sequence 


20, 


Appl 


27 


7 38 

/JO 


96. 


3 


j 4 j 


1 4 
X 4 


riQ— 1 O— 1 73 — A Q H — 0 


Sequence 


25, 


Appl 


28 


7 38 

/JO 


96. 


3 


j 4 y 


1 6 
x 0 


nc_i n_ 7^3 — qi O — ot; 

UO XU / JJ Z71U ZJ 


Sequence 


25, 


Appl 


29 


7 38 

/ JO 


96. 


3 


3 ^0 
J J u 


1 4 
X 4 


nQ — 1 0 — 1 73 — 4PO_1 Q 
UO XU1 / J 4oU — XO 


Sequence 


18, 


Appl 


J U 


7 38 

/JO 


96. 


3 


J J u 


1 6 
X D 


nQ — 1 0 — 7c;*5_qi n_i q 
uo 1 u /Dj-yiu-io 


Sequence 


18, 


Appl 


31 

■J X 


7 38 

/JO 


96. 


3 


3^^ 

J J J 


1 4 
X 4 


TTQ — 1 0 — 1 73_/lQ0_/in 
UO XU 1 / j floU 4U 


Sequence 


40, 


Appl 


32 

J 


7 38 

/JO 


96. 


3 


J J J 


1 6 
X D 


TTQ— 1 O — 7 £\ 3— Q 1 O A O 

uoxu /jjyxu4u 


Sequence 


40, 


Appl 


33 
j — * 


7 38 

/JO 


96. 


3 


3 Sfi 

J JO 


1 4 
X 4 


riq.i 0—1 73 — 4QO — "5^ 
UOXUX /j4oUjD 


Sequence 


36, 


Appl 


34 


738 

/JO 


96. 


3 


3S8 
j j 0 


1 6 
x 0 


HC_1 0 — 7^3— Q1 0 — 3£ 
UO XU /JJ i7 1 U OD 


Sequence 


36, 


Appl 


35 
j 


738 

/JO 


96. 


3 


364 
j 0 4 


1 4 

X 4 


nc_1 0 — 1 73 — 4P0— 39 
UO XU X / j 4oU j^. 


Sequence 


32, 


Appl 


36 

J u 


7 38 

/JO 


96. 


3 


J O 4 


1 6 
x 0 


TTQ— 1 0 — 7R3 — QI O— *50 
UOXU / jj-yiu j/ 


Sequence 


32, 


Appl 


37 

J / 


7 38 

/JO 


96. 


3 


367 
J u / 


1 4 

X 4 


Tic;— 1 0 — 1 73 — 4R0 — 3Q 
UO XU X / j 40U JO 


Sequence 


38, 


Appl 


38 


738 


96. 


3 


367 

JO/ 


1 6 

X \J 


nq-1 0-7S3-Q1 0-3R 

UO X \J I JJ _7 X U JO 


Sequence 


38, 


Appl 


39 


738 


96. 


3 


424 


14 


US-10-173-480-28 


Sequence 


28, 


Appl 


40 


738 


96. 


3 


424 


16 


US-10-753-910-28 


Sequence 


28, 


Appl 


41 


738 


96. 


3 


465 


14 


US-10-232-643-2 


Sequence 


2, 


Appli 


42 


738 


96. 


3 


473 


10 


US-09-847-670-1 


Sequence 


1, 


Appli 


43 


738 


96. 


3 


473 


11 


US-09-847-670-1 


Sequence 


1, 


Appli 


44 


738 


96. 


3 


631 


14 


US-10-232-643-1 


Sequence 


1, 


Appli 


45 


738 


96. 


3 


686 


9 


US-09-881-654-2 


Sequence i 


2, Appli 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: April 15, 2005, 15:41:42 ; Search time 16 Seconds 

(without alignments) 
890.005 Million cell updates/sec 

Title: US-09-825-423C-3 
Perfect score: 766 

Sequence: 1 GSHMSPVFTDNSSPPAVPQS TVLDQAETAGARLWLATAT 148 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 283416 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



PIR_79: * 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4 : pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB ID 



Description 



1 


741 


96. 


7 


3011 


1 


S40770 


genome polyprotein 


2 


738 


96. 


3 


3011 


1 


GNWVC3 


genome polyprotein 


3 


732 


95. 


6 


3010 


1 


GNWVTC 


genome polyprotein 


4 . 


728 


95. 


0 


3010 


1 


GNWVTW 


genome polyprotein 


5 


727 


94 . 


9 


3010 


1 


A45573 


genome polyprotein 


6 


727 


94 . 


9 


3011 


1 


GNWVCH 


genome polyprotein 


7 


723 


94 . 


4 


3010 


1 


S18030 


genome polyprotein 


8 


716 


93. 


5 


3010 


1 


GNWVCJ 


genome polyprotein 


9 


682 


89. 


0 


3014 


1 


JC5620 


genome polyprotein 


10 


674 


88. 


0 


3033 


1 


JQ1303 


genome polyprotein 


11 


669 


87. 


3 


3033 


1 


GNWVJ8 


genome polyprotein 


12 


601.5 


78. 


5 


386 


2 


S68016 


ATPase/RNA helicas 


13 


327 


42. 


7 


3005 


2 


T08841 


polyprotein - dour 



14 


322 

£m «W 


42 


n 
\j 


216 


2 


S21337 


genome poxypiroxeln 


15 


319 


4 1 


6 
\j 


876 


2 




poxypeptiae - nepa 


16 


300 . 5 


39 


2 


2970 


2 


T08839 

X \J \J \J *J J 


T"> f~\ 1 » rpi y~ n +- j-\ _ yyt ^ >- rrl 

LjuiypxoLcin iuaj-in 


17 


116.5 


15 


2 


3054 


1 

X 




yenome po±ypirotein 


18 


115 5 


15 


1 


823 


2 


B70203 


r\ir aepenaeriL neii 


19 


112 5 


14 


7 


1087 


2 


D84 767 


r*"\ V /^k l*\ 3 V"l 1 ^ y-N -V* ^ _ m D M 7\ 

piTODaDXe pxe ITlr\l\IH 


20 


106. 5 


13 


9 


735 


2 


S37 903 


T^rr\KaK1 ^ flTD — dorian 

pxuxjciDj.e r Qcpen 


21 


106 5 


1 3 

X J « 


Cj 


968 


0 


14DJDO 


Air-aepenaent kjna 


22 


105 

-I- v v 


13 


1 


3125 


1 

X 


vjin v ij r r 


genuine poxyproLein 


23 


105 

JL \J w 


13 

X — r « 


7 


3140 


1 
X 


ulN v j I\ri 


genome poiyprouein 


24 


1 0 S 


X J • 


7 




O 
^. 




genome polyprotein 


25 


105 

_1_ W -^y 


1 3 


7 


3141 


1 

X 


Vj IN V O if U 


genome polyprotein 


26 


103 

-J- V 


13 

X . 


4 


3066 


1 

X 


JOI 662 


genome po±yprorein 


27 


99 


12 


9 


1090 


2 


CR 64 SO 


e juifi . <c / protein 


28 


99 


12 


9 


3066 

«j \y *j \j 


I 
X 


JOI 661 


genome poiyprocein 


29 


98 . 5 


12 


9 


3068 
*j \j \j \j 


1 

X 


A4 4 0 62 


genome poiyprocem 


30 


98 


12 


8 


634 


2 


T01408 


inclusion prouem 


31 


97 S 


1 2 

X ^ • 


7 


fi^4 


o 


A 4 ft 


cytoplasmic inclus 


32 


97 5 


1 2 


7 


fii 


1 

X 




genome polyprotein 


33 


97 . 5 


12 

X * 


7 

# 


3063 
^ \j \j -*j 


2 


J^OI 66 


genome poiyprotem 


34 


97 5 


12 


7 


3163 

*J X \J *J 


I 
X 


JO 1 8 9 S 


genome polyprotein 


35 


97 


12 . 


7 

r 


1152 

X X 


2 


H88 533 

n u u j j j 


proDdDie /\i r oepen 


36 

^w/ Vy 


97 


12 


7 


3206 


1 

X 


uiN v or v 


genome poiyprotem 


37 


96 


12 


5 


833 
\j «j 


2 


F82708 


hi r aepenaent neii 


38 


95 5 


12 


5 


813 

(J X J 


9 


F87 ^96 


neiicase, proosDie 


39 


95 


12 


4 


3898 


1 


A4 4 217 


genome poiyprotem 


40 


95 


12. 


4 


3988 


1 


GNWVBV 


genome polyprotein 


41 


94 


12. 


3 


3432 


1 


GNWVJS 


genome polyprotein 


42 


94 


12. 


3 


3432 


1 


GNWVJE 


genome polyprotein 


43 


93.5 


12. 


2 


3005 


1 


GNVSTV 


genome polyprotein 


44 


93 


12. 


1 


838 


2 


B83150 


probable ATP-depeh 


45 


93 


12. 


1 


3341 


1 


A42996 


genome polyprotein 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 

OM protein - protein search, using sw model 

Run on: April 15, 2005, 15:42:38 ; Search time 189 Seconds 

(without alignments) 
400.993 Million cell updates/sec 

Title: US-09-825-423C-3 
Perfect score: 766 

Sequence: 1 GSHMSPVFTDNSSPPAVPQS T VL DQAE T AGARL VVL AT AT 148 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1612378 seqs, 512079187 residues 

Total number of hits satisfying chosen parameters: 1612378 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_03:* 

1 : uniprot_sprot : * 
2: uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by. analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 




1 


743 


97.0 


658 


2 


Q68K34 


Q68k34 hepatitis 


c 


2 


743 


97.0 


659 


2 


Q68K31 


Q68k31 hepatitis 


c 


3 


743 


97.0 


659 


2 


Q68K32 . 


Q68k32 hepatitis 


c 


4 


743 


97.0 


659 


2 


Q68K40 


Q68k40 hepatitis 


c 


5 


743 


97.0 


659 


2 


Q68K42 


Q68k42 hepatitis 


c 


6 


743 


97.0 


659 


2 


Q68K55 


Q68k55 hepatitis 


c 


7 


743 


97.0 


659 


2 


Q68K59 


Q68k59 hepatitis 


c 


8 


743 


97.0 


659 


2 


Q68K62 


Q68k62 hepatitis 


c 


9 


. 743 


97.0 


2908 


2 


Q6IX04 


Q6ix04 hepatitis 


c 


10 


743 


97.0 


3011 


2 


036579 


036579 hepatitis 


c 


11 


743 


97.0 


3011 


2 


036608 


036608 hepatitis 


c 


12 


743 


97.0 


3011 


2 


036610 


036610 hepatitis 


c 


13 


743 


97.0 


30 1 1 


2 


Q9ELS8 


Q9els8 hepatitis 


c 


14 


743 


97.0 


3015 


2 


Q9PWU9 


Q9pwu9 hepatitis 


c 


15 


743 


97.0 


3015 


2 


Q9PWX5 


Q9pwx5 hepatitis 


c 



1 6 

X V 


749 

/ *3 Z. 


96 9 


6S9 


9 

Z. 


^ O OA J X 


yuo K. J x 


IlcpdLll.15 


c 


1 7 


149 

/ T Z, 


96 9 


6SR 


9 

Z. 


06ftK"66 


H6R W-66 

y OO J\DD 


lltr^Jd Li Lib 


c 


1 Pi 

J- o 


749 

/ *i Z. 


96 9 


6^9 

O J ,7 


9 
z. 


D6ftK"^n 


06ft v^n 

y do ri ju 




c 


1 9 


749 

/ *i Z. 


96 9 

J U • Zf 


6S9 


9 

Z. 


yoo rv j j 


D6R 

yUOaJ J 


1 1 1; d 11 Llo 


c 


90 


7 4 9 

/ *i Z. 


96 Q 


6^9 

OJ -7 


9 

Z. 


H6ft K"4 Q 


H6R V 4 Q 

y OO K*± J 


V% d y^k a +• -i 4- T o 

Ilcpcl llClb 


c 


9 1 

Z, X 


749 


96 9 
j u • zj 


6^9 


9 

Z. 


068KS 6 
yOO rv J o 


06ftV^6 

y DO J\ J D 






99 

Z. Z. 


7 41 

/ Tl X 


96 7 


660 


9 

Z 


yoo rv j o 


06ft W^ft 

yDOIVJO 


XlCLJcl LI IXo 


L. 


9^ 

Z J 


74 1 

/ *a X 


96 7 


660 

U O v 


9 

Z 


D6ftK6^ 

y OOI\U J 


yDO JVD J 


lltJ^Jd 11 LXo 


L. 


94 

Z *i 


7 41 

/IX 


96 7 


^01 1 

J \J X X 


9 

Z 


00^4 6^ 

v J *i t> J 


on^4 6? 

W J *i O J 


iiCLJd li LXo 


L» 


9 s 

z J 


7^9 
/ j ^ 






9 

Z 


H6RK61 
y uo aui 


D6ft k61 

y DO J\D1 


V> c» r~\ 3 "J - "i ^-"1 c 
llCpaUl LXo 


L- 


96 

Z \J 


7 S9 


96 S 

^ U • J 


6S9 

V J J 


9 

Z 


06ftK^9 


D6ft k^9 

^ O O J\. J Zr 


llCpa Ll LXO 




91 

Z 1 


7 "39 
/ j .? 


96 R 


6S9 


9 
z 


06ft K4 1 


H6R W4 1 

\l D O X 


hepatitis 


c 


9 ft 

Z, O 


7^9 

/ J -7 


Q6 S 

.7 O • J 


6R9 


9 




H6ft lr 4 7 


hepatitis 


c 


9 9 
z, _? 


7^9 

/ J .7 


96 S 

-7 O . J 


^ni i 

J U X X 


9 
z 


H9nTT 6 
y^L/li O 


H9H l t- 6 


hepatitis 


c 


?o 

j u 


7 ^ft 

/JO 


96 "3 

_7 O > J 


6^9 

D J Z7 


9 
z. 


yoo rv j / 


H6R V*W 
yDO JvJ / 


hepatitis 


c 


^1 

J X 


/JO 


96 ^ 

Zf O ■ J 


6R9 

Dj? 


o 
z 


y DO AGO 


H6R V-6R 

V^O O JS.O 0 


hepatitis 


c 


**9 


7 

/JO 


Q6 *3 

-7 O • J 


94 ?6 

t4 JU 


o 
z 


Oft 1 7 R 6 
yoi /JO 


Oft 17^6 

yOl / J D 


hepatitis 


c 


j j 


7 ^ft 

/ JO 


96 ^ 

_7 O . J 


1 1 


i 

X 


POT (7 WP\71 


P9 6664 

IT Z O O O *i 


h genome po 


^4 

J *2 


7 ^8 

/ JO 


96 ^ 

.7 O • J 


i 

J L 1 X X 


9 
z 


0^6609 


6609 


hepatitis 


c 


j j 


7 ^ft 

/JO 


96 ^ 

-3 O • J 


^01 i 

J U X X 


9 
z 


H9T PF S 
v 17 x r Hj j 


09i fpS 


hepatitis 


c 


^6 

J O 


7^7 
/ j / 


96 9 


6S9 

O J 17 


9 
z 


H6ft P<"67 


06Rk67 

y DO JVD / 


hepatitis 


c 


^7 
j / 


7^6 

f J o 


96 1 

_7 O . 1 


6^6 


9 
z 


P>6ft PC64 

yUO AD4 


H6RV64 


hepatitis 


c 


?ft 

J O 


7^6 
/ J o 


96 1 

-7 O ■ X 


6S9 

O J -7 


9 
z 


f»6ft s 

y OO AO J 


yOOAJ J 


hepatitis 


c 


j :7 


1 "36 

/ J D 


Q6 1 

-70 . ± 


6 R Q 

D J -7 


9 
z 


y 00 J\4 j 


Pl6ft lr 4 


hepatitis 


c 


40 


735 


96.0 


3010 


2 


Q9QIX1 


Q9qixl 


hepatitis 


c 


41 


735 


96.0 


3010 


2 


Q9QIX2 


Q9qix2 


hepatitis 


c 


42 


734 


95.8 


629 


2 


Q9WJT2 


Q9wjt2 


hepatitis 


c 


43 


734 


95.8 


630 


2 


093090 


093090 


hepatitis 


c 


44 


734 


95.8 


652 


2 


Q68K53 


Q68k53 


hepatitis 


c 


45 


734 


95.8 


1984 


2 


Q7T4V8 


Q7t4v8 


hepatitis 


c 



